By screening sequence reads from the chloroplast (cp) genome of S. suchowensis that generated by the next generation sequencing platforms, we built the complete circular pseudomolecule for its cp genome. This pseudomolecule is 155,508 bp in length, which has a typical quadripartite structure containing two single copy regions, a large single copy region (LSC 84,385 bp), and a small single copy region (SSC 16,209 
To assess the assembly, we randomly designed 30 primer pairs (Table S1) 
165
The GC content is a significant characteristic of the cp gnome, which affects the genome 166 stability (Yap et al., 2015). The GC content in the cp genomes of Salicaceae species was in range 167 of 36.65% to 37.00%, with an average of 36.73% (Table 1 180 rRNA genes, 7 tRNA genes and 13 protein-coding genes were found to duplicate in the IR 181 regions. In the unique genes, most of them contain no intron, but one intron was found in six 182 tRNA genes and eight protein-coding genes, and two introns were found in two protein-coding 183 genes (Table 2) . 248 Phylogenetic trees 249 To gain the phylogenetic position of S. suchowensis in Rosids, we selected 66 orthologous 250 protein-coding genes presented in the cp genomes of 32 species (Table S4 ). The ML bootstrap 251 analysis resolved into 29 nodes, of which 25 nodes had bootstrap values ≧90 % and 18 of these 252 had bootstrap support of 100 % (Figure 4) . With the NJ tree we obtained the sum of branch 253 length of 0.61439509. The NJ bootstrap analysis was same to the ML tree that resolved into 29 254 nodes, of which 24 nodes had bootstrap values ≧90 % and 20 of these had bootstrap support of 255 100 % ( Figure S1 ). Both the ML and NJ trees showed that these species were evident into three 256 categories of Rosids Ⅰ (Salicaceae and Chrysobalanaceae), Rosids Ⅱ (Fagaceae, Moraceae and 258 the closest relatives. The topological orders in the derived ML tree is very similar with that of the 259 established NJ tree, the only incongruence between them is the position of P. fremontii and P.
260 balsamifera in relating to P. trichocarpa. It is noteworthy that the bootstrap supports for 261 grouping P. fremontii or P. balsamifera with P. trichocarpa are relatively lower on both the ML 262 and NJ trees. Relationship of these three species might not be resolved properly merely based on 263 information at plastid level.
264 Assess the cp genome assembly of S. suchowensis 265 In this study, the raw reads were generated by the next generation sequencing platforms, and the 266 screening of reads and the assembly of the cp genome were conducted merely based on 267 bioinformatics tools. To assess the quality of the assembly, 30 sites were sequentially selected 268 from the cp genome. All the synthesized primers succeed in PCR amplification. Sequenced by a 269 Sanger sequencer, the 30 amplicons covers a total physical length of 18,639 bp. Align the 270 amplicon sequences to the genome assembly, sequence errors were found in seven of the tested 271 sites, while 100% match were revealed with amplicons at the other 23 sites in the cp genome 272 assembly. The overall accuracy of the derived assembly was estimated to be 99.84%. Therefore, 273 the cp genome obtained in this study is in high quality. As aforementioned, we detected raw 274 reads that covered over 3000×sequence depth of the cp genome of S. suchowensis. The high 275 sequence depth ensures the accuracy and integrity of the obtained pseudomolecule of the cp 276 plastid. In conclusion, we derive a highly reliable pseudomolecule of the cp genome for S.
277 suchowensis based on raw reads generated by the next generation sequencing platforms, which is 278 highly desirable for facilitating the biological study of this promising biofuel plant. 
